Statistics
For all statistical analyses, confirm that the following items are present in the figure legend, table legend, main text, or Methods section. n/a Confirmed The exact sample size (n) for each experimental group/condition, given as a discrete number and unit of measurement A statement on whether measurements were taken from distinct samples or whether the same sample was measured repeatedly
The statistical test(s) used AND whether they are one-or two-sided Only common tests should be described solely by name; describe more complex techniques in the Methods section.
A description of all covariates tested A description of any assumptions or corrections, such as tests of normality and adjustment for multiple comparisons A full description of the statistical parameters including central tendency (e.g. means) or other basic estimates (e.g. regression coefficient) AND variation (e.g. standard deviation) or associated estimates of uncertainty (e.g. confidence intervals)
For null hypothesis testing, the test statistic (e.g. F, t, r) with confidence intervals, effect sizes, degrees of freedom and P value noted Give P values as exact values whenever suitable.
For Bayesian analysis, information on the choice of priors and Markov chain Monte Carlo settings
For hierarchical and complex designs, identification of the appropriate level for tests and full reporting of outcomes Estimates of effect sizes (e.g. Cohen's d, Pearson's r), indicating how they were calculated Our web collection on statistics for biologists contains articles on many of the points above.
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Policy information about availability of computer code
Data collection

Data analysis
For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors/reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Research guidelines for submitting code & software for further information.
Data
Policy information about availability of data All manuscripts must include a data availability statement. This statement should provide the following information, where applicable:
-Accession codes, unique identifiers, or web links for publicly available datasets -A list of figures that have associated raw data -A description of any restrictions on data availability ImageJ is a Java-based image processing program developed at the National Institutes of Health. RNA-Seq Graphics with ggplot2.The ggplot2 package is a graphics language for creating elegant and complex plots using R. R is a programming language and free software environment for statistical computing and graphics supported by the R Foundation for Statistical Computing.
We have deposited the raw mouse RNA-seq data on GEO and the accession number is GSE137022. This process has been completed and the code is provided along with the publication. The public release date has been tentatively set to October 1, 2019.
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Life sciences study design
All studies must disclose on these points even when the disclosure is negative. Sample size in animal and cell culture studies were determined using typical sample size reported in the literature. The deterministic factor for number of mice in each study/group were based on the maximum number of mice available at the colony at the time of study. For instance, in the diet studies initially we had 7 mice per each specific group. In some cases, such as body weight measurement more mice were available for instance we had 14 mice in some groups.
Regarding the human dataset, as those are recruited cohorts, sample sizes were based on the availability of data reported and or accessible.
We have not excluded any data form our analysis.
The findings on animal studies were repeated one more time for the body weight measurement, fat depot weight in two different cohorts, and GTT and ITT in male and female mice on HFD. For example, the lower ratio of VAT/SAT in Fam13a KO mice on HFD was replicated in a second cohort. Other studies including those in cell culture, have always had at least three technical replicates.
Studies on animal model were allocated into WT and KO mice groups with sex-specific considerations. In cell culture, studies were based on the mock and Fam13a knock-down conditions. Accordingly, we essentially did not randomize any of these conditions as the baseline measure were not different in the comparison groups.
We blinded the slides for adipocytes size and number. Thus, the researcher who captured the images for further histomorphometry assessment was completely blind to the genotype (WT vs Fam13a KO) data.
FAM13A (Anti-FAM13A antibody produced in rabbit, HPA038109 Sigma-Aldrich, Polyclonal, Isotype IgG) CD-24 (CD24 Monoclonal Antibody (SN3b) # MA5-11833, Host / Isotype Mouse / IgM, kappa)
We validated Fam13a antibody in five tissues (lung, epididymal fat, inguinal fat, brown fat and liver) from WT versus fam13a KO mice.
The specific cell line we used in this study was "Human SGBS adipocytes". The data and distribution of the cell line have already been published: Posovszky et al., Human SGBS cells -a unique tool for studies of human fat cell biology. Obes Facts. 2008;1(4):184-9.
